Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.004 Å; R factor = 0.058; wR factor = 0.194; data-to-parameter ratio = 15.5.
Related literature
Mo K radiation = 0.10 mm À1 T = 293 K 0.16 Â 0.13 Â 0.10 mm
Data collection
Bruker SMART CCD area-detector diffractometer 11784 measured reflections 3891 independent reflections 1721 reflections with I > 2(I) R int = 0.053 Refinement R[F 2 > 2(F 2 )] = 0.058 wR(F 2 ) = 0.194 S = 0.91 3891 reflections 251 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.23 e Å À3 Á min = À0.20 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Data collection: SMART (Bruker, 2001); cell refinement: SMART; data reduction: SAINT (Bruker, 2001); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012); software used to prepare material for publication: WinGX (Farrugia, 2012).
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Comment
Coumarin derivatives have a wide range of biological properties. They possess pharmacological activities, mainly anticoagulant. They also have anti-tumor, anti-oxidants and anti-inflammatory properties (Bordin et al., 1995; Mahidol et al., 2004) . In continuation of our structural and biological studies of coumarin derivatives (Mechi et al., 2009; Hamdi et al., 2010; Ghouili et al., 2011; Ketata et al., 2012) , we present the crystal structure of the title compound, a new derivative of amino coumarins.
In the crystal, the title compounds adopts a conformation where the dihedral angle between the plane of the bicyclic coumarin fragment and the phenol ring is 53.3 (2)°. The structure of our solid compound is stable thanks to the intermolecular hydrogen bonds O4-H12···O2. The crystal structure of C 17 H 13 N 1 O 4 shows a π-π stacking interaction alternating between two inverted molecules. The stacking is observed along the b axis with distance 3.361 (4) Å between the layers of coumarin and phenol rings [centroid-centroid distance 3.7510 (14) Å].
The structure exhibits intramolecular hydrogen bonding N1-H13···O3, similar to that observed in amino coumarin The linkage between the coumarin system and aminophenol ring exhibits bond lengths O3-C2 = 1.251 (3) Å, C2-C1 = 1.437 (3) Å, C1-C5 = 1.428 (3) Å, C5-N1 = 1.316 (3) Å and N1-C4 = 1.422 (3) Å, suggesting that all nonhydrogen atoms between the electron-donors and acceptors are highly conjugated, leading to a π-bridge for the charge transfer from aminophenol ring to coumarin system.
Experimental
The amino coumarin was synthesized by the condensation of an equimolar amount of 2-aminophenol and 3-acetyl-4-hydroxycoumarin in absolute ethanol. After four hours of reflux, the reaction mixture was left crystallizing at room temperature. The compound obtained is presented as transparent crystals of light yellow color with shape and size suitable for the structural study of X-ray single-crystal. Yield:(90%). mp= 446 K. 
Refinement
The hydrogen atoms are fixed geometrically and refined as riding with the exception of the H13, which was located from electron density difference map and is refined isotropically. U iso (H) values of the H atoms were set at 1.2U eq or 1.5U eq of the parent atom. Hydrogen bonds between molecules of the title compound. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Computing details
3-[1-(2-Hydroxyanilino)ethylidene]-3H-chromen-2,4-dione
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
